Introduction
Pears, which are cultivated throughout the temperate regions and have spread all over the world, belong to the genus Pyrus in the tribe Pyreae of subfamily Spiraeoidae in the Rosaceae (Campbell et al. 2007) . The genus Pyrus is considered to have originated during the Tertiary period (65-55 million years ago) in the mountain regions of southwestern China (Bell et al. 1996) . In East Asia, the major cultivated pears are classified traditionally into three species, Pyrus ussuriensis Maxim., P. bretschneideri Rehder, and P. pyrifolia (Burm. f.) Nakai (Gu and Sponberg 2003, Yü and Ku 1974) . Several types of cultivar generally corresponding to these botanical classifications have been recognized in horticulture; the Ussurian pear referred to as P. ussuriensis, the Chinese white pear referred to as P. bretschneideri, the Chinese sand pear, and the Japanese pear referred to as P. pyrifolia (Bell et al. 1996 , Yü 1979 .
P. ussuriensis (Ussurian pear) known with aromatic fruit volatiles is the most important cultivated pear in the northern part of China (Kang et al. 2010 , Qin et al. 2012 . More than 150 cultivars are known to have originated from this species. Cultivated Ussurian pears are considered to be derived from P. ussuriensis which is native to the northern part of China (Pu and Wang 1963) . Ussurian pear is native to the north eastern part of China, the far east of Russia, the northern part of the Korean Peninsula, and the north eastern part of the main island of Japan (Gu and Sponberg 2003, Maximowicz 1859) . In China, wild P. ussuriensis trees grow in Heilongjiang, Jilin, Liaoning, Inner Mongolia, Heibei, Shandong, and Shanxi (Jiao et al. 2000 , Wuyun et al. 2013 . The CAAS report (Report of the Chinese Academy of Agricultural Science 1963) described how wild Ussurian pear trees were distributing from Shuangfeng to Jiameng in Heilongjiang Province, especially abundant in the Yichun forest farms of Heilongjiang Province.
However the forests in Heilongjiang and Jilin are being harmed by human development, so that the habitats of the wild Ussurian pear are decreasing. On the other hand, in Inner Mongolia, there has been little rainfall for the past 30 years, which has led to serious drought damage, desertification and The Ussurian pear is the most important cultivated pear in the northern part of China. Cultivated Ussurian pears are considered to have derived from Pyrus ussuriensis Maxim. which is native to the northeast of China. In Japan, two varieties of P. ussuriensis, P. ussuriensis var. aromatica and var. hondoensis are native to the northern area and the central area of the main island respectively. In order to reveal the origin of Pyrus ussuriensis var. aromatica distributed in the northern area of main island of Japan, more than 40 explorations have been performed in Japan and in China, and more than 30 natural habitats were recognized. These natural habitats are at risk of extinction because of human development and forest degradation caused by climate change. Population structure and genetic diversity of P. ussuriensis in China and P. ussuriensis var. aromatica in Japan have been investigated using both morphological and molecular markers in order to define appropriate conservation units, and to provide a good focus for conservation management. Distant evolutionary relationships between P. ussuriensis Maxim. in China and P. ussuriensis var. aromatica in Japan inferred from population genetic structure and phylogenetic analysis are also discussed. soil degeneration (Wuyun et al. 2013) . Consequently wild Ussurian pears in Inner Mongolia are decreasing. According to research by Ma et al. (2011) and Wuyun et al. (2013) , there were over 1,000 wild Ussurian pear trees in six natural habitats in 2009, but about two thirds of those trees have now been killed by drought after a shortage of rainfall for more than 100 days in 2010 (Wuyun et al. 2013) . Therefore, conservation is urgently required.
Review

Genetic structure and diversity of the wild Ussurian pear in East Asia
The characteristics, which can distinguish wild Chinese Ussurian pear from other Pyrus species are as follows; (1) Morphological features: short peduncle and pedicel, usually 1 to 2 cm (Gu and Sponberg 2003) . (2) Cold resistance : this species can endure a temperature of -52°C. (3) After ripening, their eating quality can improve (Yü 1979) . But the classification of cultivated Ussurian pears in China is problematic. Although floristic studies adopted the short fruit pedicel (<2 cm) in order to discriminate P. ussuriensis from P. pyrifolia and P. bretschneideri (Gu and Sponberg 2003) , many cultivars with longer fruit pedicels have been classified as P. ussuriensis in horticultural literature , Yü 1979 .
In Japan, in the early 20th century, as two new native species of P. ussuriensis with aromatic volatiles in the fruit were described from two distantly located regions (Nakai 1918) : P. hondoensis Nakai et Kikuchi from the central area and P. aromatica Kikuchi et Nakai from the northern part of the main island in Japan. Later Ohwi (1965) recognized these as two varieties of P. ussuriensis i.e., P. ussuriensis var. hondoensis and P. ussuriensis var. aromatica, respectively. As indicated by its Latin name, 'aromatica', good aroma is an obvious characteristic of aromatica fruit . Taxonomically, the presence of calyx in the fruit is also considered an important characteristic of var. aromatica (Ohwi 1965) . In this review, we follow the nomenclature of Ohwi (1965) , i.e., P. ussuriensis Maxim. var. aromatica (Nakai et Kikuchi) Rehd. [for the details of nomenclature, refer to Katayama and Uematsu (2006) ] (Ohwi 1965) and P. ussuriensis Maxim. var. hondoensis (Nakai et Kikuchi) Rehd. (Rehder 1920) .
Wild populations of P. ussuriensis var. hondoensis and var. aromatica, which are distributed in the central part and northern part of the main island of Japan respectively, have different habitats: they grow in deciduous forests at altitudes of 900-1800 m and 500-1100 m asl, respectively. Recent taxonomic studies recognized var. aromatica as convarietal with var. ussuriensis because Asian continental (var. ussuriensis sensu stricto) and Japanese (var. aromatica) populations of P. ussuriensis could not be distinguished morphologically, whereas var. hondoensis is distinguished by smaller leaves and serrated (not setoso serrated) leaf margins Ohashi 2001, 2003) . Still the origins of P. ussuriensis var. hondoensis and var. aromatica in Japan remain unclear.
The morphological discriminating feature between P. ussuriensis in Japan and P. pyrifolia is the persistency of calyces of its mature fruit, which are deciduous in P. pyrifolia (Rehder 1940 (Katayama and Uematsu 2006) . Traditional methods i.e., morphological comparisons, suggested the possible presence of true native populations. However, it was difficult to conclude which is true native because of such a divergent morphology.
To overcome the difficulties in identifying biological taxa or horticultural cultivars only by morphological characters, molecular approaches using nuclear DNA markers, e.g., simple sequence repeat (nSSR), AFLP, or chloroplast DNA (cpDNA) markers representing structural rearrangements and cpSSR have been applied to cultivated and wild trees such as Malus, Sorbus or Pyrus. These methods have revealed the origins, genetic diversity and population genetic structures (Coart et al. 2003 , Fernandez-Fernandez et al. 2006 , Gianfranceschi et al.1998 , Iketani et al. 2010 , Katayama and Uematsu 2003 , Katayama et al. 2007 , Kato et al. 2013 , Liebhard et al. 2002 , Nishitani et al. 2005 , Robertson et al. 2004 , Sawamura et al. 2004 , Song et al. 2014 , Terakami et al. 2012 , Volk et al. 2006 , Yamamoto et al. 2001 , 2002a , 2002b , Zhong et al. 2014 .
SSR markers have been adopted to study relationships between cultivated Chinese Ussurian pears and a few wild Ussurian pears . Wuyun et al. (2013) revealed the genetic diversity of Chinese wild Ussurian pear using hypervariable regions of cpDNA. A large-scale ecological and population investigation for P. ussuriensis in China carried out by nSSR and cpSSR markers indicated suitable conservation units and possible conservation strategies (Wuyun et al. 2015) .
A wide range of genetic diversity was revealed for var. aromatica distributed in the northern part of Japan using nSSR and cpDNA markers (Katayama et al. 2007) . Based on population genetic structure analysis using nSSR markers, and Iketani et al. (2010) demonstrated a possible introgression between native var. aromatica and prehistorically naturalized P. pyrifolia in the Kitakami Mountains in the northern part of Japan. These results provided useful information for the conservation of genetic resources of the native Ussurian pear in China and in Japan.
In this review, recent advances in molecular studies for the conservation of native Ussurian pears in both China and Japan are introduced. Based on new population structure data, conservation units requiring urgent action to save wild resources are identified. In addition, in order to clarify the origin of var. aromatica in Japan, genetic relationships between P. ussuriensis in China and var. aromatica in Japan are discussed using new population structure data obtained from recent intensive explorations for var. aromatica.
Population genetic structure of P. ussuriensis in China
The distribution of wild Ussurian pears (P. ussuriensis Maxim.) in Inner Mongolia, Jilin, and Heilongjiang provinces was surveyed eleven times between 2009 and 2011 (Ma et al. 2011 , Wuyun et al. 2013 . A total of 1,518 pear trees from thirteen populations were found in these areas (Fig. 1) . Even though the natural habitats of wild Ussurian pears in China have been seriously damaged, we found more than 1500 wild individuals. The number of wild Ussurian pear trees has been decreasing due to desertification in Inner Mongolia and because of continuous land development by humans in Jilin and Heilongjiang (Ma et al. 2011 , Wuyun et al. 2013 .
In Inner Mongolia, more than 1,000 wild Ussurian pear trees were found in the six natural habitats of Reshui, Qinshan and Tuohe forestry stations in Keshiketengqi, Chifeng City (Table 1) . These habitats are located at relatively high altitudes (1,000 to 1,200 m above sea level).
Trees were distributed over mountains or along valleys. The local people call these habitats 'Shanli gu', which in Chinese means 'mountain pear valley' (Ma et al. 2011) .
In Heilongjiang province, more than 500 trees were recognized in six populations (two in Sunwu county, three in Yichun city and a single population in Fuyuan county) (Ma et al. 2011) . The area of each population was bigger than that of the Inner Mongolian habitat. In Jilin province, 12 wild trees were distributed within about 10 km distance between Lishu and Gongzhuling. The wild Ussurian pear habitats in Heilongjiang and Jilin provinces are located at lower altitudes (300 to 600 m asl) compared to the Inner Mongolian habitat. The tree distribution in Heilongjiang and Jilin was completely different from that in Inner Mongolia i.e., in Heilongjiang and Jilin, trees were usually found close to places of human activity such as around a farmhouse, at a corner of a field or on the edge of a forest but were rarely found in the mountain area (Wuyun et al. 2013) . Wuyun et al. (2015) calculated genetic diversity and genetic structure using nSSR and cpSSR markers for a total of 153 individuals of wild Ussurian pear belonging to thirteen populations (six populations from Inner Mongolia, six from Heilongjiang, and one from Jilin). As a result, the genetic diversity of individuals was revealed to be low as a result of habitat fragmentation (Wuyun et al. 2015) . The genetic diversity of the populations from Inner Mongolia (group 1) and the north east of Heilongjiang (group 2 for HLYCS3 and HLFYX) was especially low and there was the possibility of inbreeding. Wild Ussurian pears were divided into five groups based on the Bayesian clustering method using 20 nSSR markers. The populations from Inner Mongolia, the north east of Heilongjiang (group 3 for HLYCS2) especially represented unique genotypes. Two areas, one being the whole area of Inner Mongolia and the other, the north east of Heilongjiang, require urgent conservation such as ex situ conservation, because of their genetic particularity and vulnerability. Four conservation units which include two units corresponding to the two urgently required areas mentioned above, were recognized based on the clustering of nSSR markers, and by geographic factors (Wuyun et al. 2015) . Furthermore, to investigate the origin of Chinese wild ussurian pear, the relationships between 25 haplotypes represented by 16 cpSSR markers in wild and cultivated Ussurian pears in China were analyzed by a median-joining network model. Haplotype E which was the most common haplotype in the north east of Heilongjiang with haplotype network was considered to be the divergent center of wild Ussurian pears in China (Wuyun et al. 2015) . The wild Ussurian pear in China might have diverged from the north east of Heilongjiang. However, in order to reveal the origin of the Ussurian pear, further analysis, using more wild Ussurian pears collected from the north east and west of Heilongjiang and far east of Russia, is required. True native populations of P. ussuriensis var. aromatica in Japan Iketani et al. (2010) investigated the native populations of P. ussuriensis (var. aromatica and var. hondoensis) in Japan using Bayesian statistical inference. Five hypothetical ancestral groups were suggested as a result of analysis using 226 individuals from six regions including Asian Continental local cultivars and wild individuals. Although all of var. hondoensis in Chubu region showed true native genotype, many individuals belonging to the groups of var. aromatica collected from in and around the Kitakami Mountains in northeastern Japan including wild trees and local landraces, were shown to be genetically admixed with P. pyrifolia. This result clearly indicated introgression between native var. aromatica and prehistorically naturalized P. pyrifolia trees. In addition, commonly observed trees harbouring intermediate characteristics supported this introgression Katayama 2012, Iketani et al. 2010) .
Of the three wild populations (the first is HSK, the second is HYS, and the third is, referred to as TNO by Iketani et al. (2010) , including ARK, OHR, and OID in this review) from the Kitakami Mountains, only HYS had a higher proportion of true native individuals than those of the other gene pools. Their present habitats were found in humandisturbed secondary forests or pasturelands in the Kitakami Mountains. Native individuals have likely sustained a genetic influence from cultivated or escaped trees. Thus, this group may have maintained a highly native genetic structure through sheer chance (Iketani et al. 2010) . Based on this result, var. aromatica in the Kitakami Mountains has been registered as a threatened species in the Japanese National Red List of Threatened Plants (Ministry of Environment, Japan 2007).
New individuals and habitats around the Kitakami Mountains (Table 1, Fig. 1 ) have been found as a result of more intensive explorations conducted after a report by Iketani et al. (2010) . Only about one hundred trees distributed in the central area of the Kitakami Mountains including three populations of HYS, KMT, and MKS as blue cluster (Fig. 3) , were identified as true native populations by means of population genetic structure analysis using the same nSSR and cpDNA markers as Iketani et al. (2010) and Katayama et al. (2012) (Unpublished data).
Diversity in floral and fruit morphology of P. ussuriensis in China
In order to demonstrate the relationships between populations of P. ussuriensis in China based on floral and fruit morphology, principal component analysis (PCA) was carried out using six floral and five fruit characteristics (Wuyun et al. 2015) . The wild populations in Inner Mongolia and Heilongjiang showed a tendency towards small flowers, short peduncles, and slender petals. Short peduncle length agreed with the length of 1 to 2 cm for P. ussuriensis described by Gu and Sponberg (2003) . In contrast, most Ussurian cultivars had large flowers, long peduncles, and round petals. The flowers of two populations (HLMTZ and HLFYX) from Heilongjiang showed an intermediate flower morphology i.e., relatively large flowers and long peduncles (Wuyun et al. 2015) . Based on these results, the fruit morphology of wild Ussurian pear in China could be divided into 2 groups; (1) five populations from Inner Mongolia and one population from Heilongjiang had globular shape and short peduncles; (2) two populations from Heilongjiang had an intermediate elliptical shape and relatively long peduncles.
Differences in floral and fruit morphology between P. ussuriensis in China and var. aromatica in Japan
To investigate the origin of var. aromatica in the Kitakami
Mountains, Japan, floral and fruit morphologies of var. aromatica were newly compared with those of P. ussuriensis in China in this review. Five flower morphologies i.e., flower diameter, petal length, petal width, petal length/petal width, and peduncle length, and five fruit morphologies i.e., fresh weight, fruit diameter, fruit length, peduncle length, and calyx existence, were measured to perform PCA analysis, for seven populations (IMQS, IMTHL, IMLMD, IMSLG, HLYCS3, HLFYX, and HLMTZ), and 26 Ussurian cultivars from China, and eleven populations (HSK, SDY, HYS, SDG, YBK, KMT, MKS, MTK, AZM, OHR, and ARK) from Japan. For each population, twenty flowers were used for measurements (Fig. 2) . The flower and fruit morphology of wild P. ussuriensis from China were considerably different from those of var. aromatica from Japan, which showed similarities to Chinese Ussurian cultivars (Fig. 2) . Although recent taxonomic studies recognized var. aromatica as convarietal with var. ussuriensis Ohashi 2001, 2003) , in this review we use the nomenclature of Ohwi (1965) i.e., two varieties (var. hondoensis and var. aromatica) of P. ussuriensis, because wild P. ussuriensis from China and var. aromatica from Japan could be distinguished morphologically. Most individuals of the Chinese Ussurian cultivars and var. aromatica from Japan had large flowers, relatively long peduncles, and round petals. In general cultivars have larger flowers compare to wild. But on this occasion, var. aromatica thought to be wild had large flowers and long peduncles. This might arise as a result of the introgression from cultivated Japanese pear to var. aromatica. There might have been an ancestral population of Japanese var. aromatica with small flowers, short peduncles and thin petals (characteristics of wild P. ussuriensis in China) but the present populations might have lost those original features due to intensive introgression.
Genetic diversity of Ussurian pears in China and Japan based on nSSR data
In this review, the genetic diversity within populations of wild Ussurian pears in China inferred from the values of Na, Ne, Ho, and He was much lower when these values were compared to those of Japanese var. aromatica ( Table 2 ). In addition, the genetic diversity of Chinese wild Ussurian pear is low compared to that of Callery pear (P. calleryana), wild apple (Malus sieversii and M. sylvestris), African fruit tree of Rosaceae (Prunus africana), wild grapevine from Spain, and many perennial and outcross species (Cornille et al. 2012 , De Andres et al. 2012 , Nina et al. 2008 , Nybom 2004 , Richards et al. 2009 ). In spite of low genetic diversity within populations, Wuyun et al. (2015) showed 20.05% variation among populations of wild Ussurian pears in China by analysis of molecular variance (AMOVA). This value was relatively high compared to those of other species such as P. pyrifolia, P. calleryana, and P. pashia (Jiang et al. 2009 . The high value (20.05%) of AMOVA might reflect the differentiation among populations or restricted gene flow. Alternatively, low genetic diversity might reflect the restrictive gene flow among populations. Therefore both might suggest the same thing i.e., restrictive gene flow and/ or differentiation among populations of Chinese wild Ussurian pears. Gene flow is important to maintain genetic diversity as a counter to the effect of genetic drift arising from habitat fragmentation such as forest degradation caused by climate change in Inner Mongolia or human development in Heilongjiang (Wuyun et al. 2015) . But these results suggest that Chinese wild Ussurian pears do have restricted gene flow. Moreover most of the wild populations in China showed high values for F IS ( Table 2 ) which can be attributed to non-random mating i.e., inbreeding caused by habitat fragmentation and limited gene flow. The self-incompatibility (S-) locus can usually prevent crossing between closelyrelated individuals and self-pollination, but in small populations, inbreeding such as sister brother mating can occur
The genetic diversity within populations of Japanese var. aromatica inferred from the values of Na, Ne, Ho, and He was higher than that of Chinese wild Ussurian pears ( Table 2) . This might reflect introgression from P. pyrifolia to var. aromatica as described by Iketani et al. (2010) . On the other hand, the genetic differentiation among populations in var. aromatica estimated by AMOVA was as low as 7.20% (Tachibana et al. 2009 ). This value was similar to that of P. communis (Volk et al. 2006) , but lower than that of Chinese wild Ussurian pears (20.05%). The difference in AMOVA values between Japanese var. aromatica populations and Chinese wild Ussurian pear populations might reflect differences in geographical distance between populations i.e., closely distributed in Japan or widespread in China. 
Bayesian statistical inference of the population structure
The Bayesian model-based clustering programs STRUC-TURE 2.3.4 (Pritchard et al. 2010) were employed to detect population structure and assign individuals to groups using the 20 nSSR markers as used by Wuyun et al. (2015) under the admixture model and the option of correlated allele frequencies between populations of P. ussuriensis endemic in China and Japan. The cluster number (K) was set to vary from 1 to 15. The model was run as 10 independent simulations for each K and used a burn-in length of 100,000 and a run length of 1,000,000 MCMC iterations. The relationships between the K value and (i) the data likelihood of K and (ii) the ad hoc statistic ΔK as recommended by Evanno et al. (2005) were plotted. The ΔK showed largest value at K = 4. The plot of the average log-likelihood values reached a plateau at K = 4 (data not shown). Values of lnP(X|K) were similar in the independent and correlated models. At K = 4, P. ussuriensis in China and var. aromatica in Japan were divided into two groups (Fig. 3) . K = 4 indicates a reasonable result; (1) Inner Mongolia with red cluster (IMQS, IMTHL, IMPJG, IMRSL, IMLMD, and IMSLG), (2) Heilongjiang with green cluster (HLYCS1, HLYCS2, HLYCS3, HLFYX, HLSWX, and HLMTZ), Jilin; JLGZL (green), and QZL; Ussurian pear cultivars in China (green), (3) Northern and Southern areas of Kitakami Mountains with yellow and blue clusters (HSK, SDY, SDG, YBK, MTK, NTK, AZM, OHR, OID, ARK, and WYM) in Japan, (4) central area of the Kitakami Mountains with blue cluster (HYS, KMT, and MKS) in Japan. Populations from Inner Mongolia and Heilongjiang in China were made up of relatively uniform gene pools respectively, though IMQS and QZL, which includes Ussurian cultivars, formed slight admixtures. This result agrees with a previous report indicating low genetic diversity in Chinese Ussurian pear populations (Wuyun et al. 2015) . STRUCTURE analysis of 20 nSSR markers using 226 individuals of, wild, seemingly wild, and cultivated trees in Japan, revealed var. aromatica in Japan was genetically admixed with two genetic clusters: one is the true native var. aromatica and the other is a prehistorically introduced P. pyrifolia in the Kitakami Mountains. This result agreed well with Iketani et al. (2010) , who concluded that true native populations of var. aromatica existed at HYS. In this review, population structure analysis using more populations from the Kitakami Mountains determined blue dominant clusters representing true native populations (HYS, KMT, and MKS) which occur in the central area of the Kitakami Mountains (Fig. 3) . Clusters admixed with blue and yellow suggest introgressions from P. pyrifolia in the northern and southern areas of the Kitakami Mountains (Fig. 3) . The genetic structures of P. ussuriensis in China and var. aromatica in Japan were completely different even though both were constructed from two clusters. Chinese Ussurian cultivars, QZL, were present in the same cluster (green) of wild populations from Heilongjiang and Jilin in China.
Genetic relationships between P. ussuriensis in China and P. ussuriensis var. aromatica in Japan
In this review, twenty seven populations of Ussurian pears from China and Japan, and two groups including cultivars and local varieties were separated into five clades on an unrooted NJ tree shown in Fig. 4 using 20 nSSR markers as used by Wuyun et al. (2015) . The tree topology was identical to that inferred by phylogenetic analysis reported previously (Wuyun et al. 2015) . The six populations (IMQS, IMTHL, IMPJG, IMRSL, IMLMD, and IMSLG) originating from Inner Mongolia, were all closely related. The five populations (HLYCS3, HLFYX, HLSWX, HLYCS2, and HLYCS1) from Heilongjiang and one population (JLGZL) from Jilin also showed relatively close relationships. The six populations from Inner Mongolia and the five populations from Heilongjiang were distantly positioned from each other.
One population (HLMTZ) from Mudanjiang, Heilongjiang was distantly related to the other populations in Heilongjiang. Based on STRUCTURE analysis, Wuyun et al. (2015) indicated that the HLMTZ population was completely different from other populations in Heilongjiang. The present result of PCA for flower morphology shows that the HLMTZ population and some Ussurian pear cultivars share the characteristics of relatively large petals and long peduncles (Fig. 2) . In Mudanjiang City, where the population of HLMTZ is located, Ussurian pears have a long history of cultivation, so that introgression of Ussurian pear cultivars into wild P. ussuriensis might have occurred in HLMTZ over time. On the other hand this population was also distantly related to QZL which consists of Chinese Ussurian cultivars (Fig. 4) .
Conclusions and Prospects
Based on population structure and phylogenetic analyses, P. ussuriensis var. aromatica and P. ussuriensis (wild Ussurian pear in China) was revealed to be genetically divergent (Figs. 3, 4) . They might have differentiated sometime between the Pliocene and the Pleistocene as a consequence of geographical disjunction caused by climate fluctuation represented by the glacial/interglacial. However, although the natural habitat of P. ussuriensis var. aromatica in Japanese was found, its origin still remains unclear. Also in order to reveal the origin of P. ussuriensis in China, more intensive habitat explorations in the north east and west of Heilongjiang in China and the far east of Russia is required.
Molecular studies for genetic diversity and genetic structure of the native Ussurian pears populations both in China and Japan suggested that urgent conservation is required for the following populations i.e., four conservation units from Inner Mongolia and the north east of Heilongjiang (four groups shown in Wuyun et al. 2015) and three true native populations such as HYS, KMT, and MKS in the central area of the Kitakami Mountains in Japan shown in this review. Individuals in these populations should be preserved with both of in situ and ex situ conservations.
